Denovomap.pl and populations programs results
The mean merged depth of coverage remained steady as more reads were added to the analysis, indicating that as reads were added, so were loci ( Figure II. 2). The sequencing type did not affect the ultimate outcome of depth of coverage, but individuals sequenced with paired-end Illumina sequencing had slightly higher total utilized reads ( Figure II.2) . The filtering requirements by Stacks populations programs affected the number of loci used in analysis in predictable ways: the more stringent the requirements for loci being shared between populations and individuals, the fewer loci were retained for analysis. The two ways to alter these requirements are with the -p and -r arguments in the program. As the requirements for the number of populations (-p) and percent of individuals within a population (-r) are relaxed, the number of loci used converged on a range between 40,000-50,000 with 25,000 to 30,000 of those being variant loci that informed population genetic statistics ( Figure II.3) . When lower -r values (-r 0.7)
were run through downstream analyses, the same trends in population genetic summary statistics were observed as those reported in this paper. That said, if -r is reduced to 0.5, then in some cases only 4 or 5 individuals would be required by Stacks to use the individual. An n of 4 or 5 is too low for confidence in the population genetic analysis. As described in the Methods section, distance was calculated multiple ways (Table III. 1), and summary statistics were regressed against each measurement ( Figure III.1) . Results for the regressions varied slightly with the "modified-ocean-distance" the best fit regression for the data (Table III. 2). In previous research, nine haplotypes have been described in the entire invaded range, but only four of those have been described in the southern part of the expansion which is the focus of this study (not including The Bahamas, which is often considered to be part of the northern expansion) (Toledo-Hernández et al. 2014; Butterfield et al. 2015; Johnson et al. 2016) . H02 is the most common haplotype, both in the present study (n = 146), and in previous studies (e.g., Butterfield The four haplotypes that have ever been found south of The Bahamas (in this study and previous studies) are H01, H02, H03, and H04. Contrary to previous findings, haplotype H03 was not found in this study. However, this is not wholly unexpected because in previous studies, H03
was only observed in the Cayman Islands, Puerto Rico, and Panama. Puerto Rico and Panama are not included in this study, and the sample size from the Cayman Islands may be too small to detect a rare haplotype. Therefore, the results of this portion of the study are similar to what has been reported previously. The only exception to expected trends is the low haplotype diversity reported for Florida, where only two haplotypes were sequenced in this study.
The lower haplotype diversity in Florida differs from previous reports, in that previous papers have reported all 9 haplotypes in that area. One possible explanation is that all our samples are from a very small geographic area in Florida. Interestingly, the lower haplotype diversity of mtDNA was not mirrored in the RAD-seq data. In some previous papers (Butterfield et al. 2015) , there has been discussion of possible second introductions or invasion origins in The Bahamas, Figure SI.VI.3. FIS distributions showing the proportion of loci with FIS values for different filtering methods. Values were corrected as described in the Methods section. The "flip flop" loci include all those that oscillated from below 0.5 to above 0.5, not just the ones with "great distance" (n = 1207).
